ABSTRACT A new 11,877-nucleotide cytorhabdovirus sequence with 6 open reading frames has been identified in a maize sample. It shares 50 and 51% genomewide nucleotide sequence identity with northern cereal mosaic cytorhabdovirus and barley yellow striate mosaic cytorhabdovirus, respectively.
42.1% identical (50.2 to 60.2% similar) to corresponding proteins of BYSMV and 30.3 to 43.5% identical (48.4 to 62.1% similar) to NCMV proteins.
Previously described maize-infecting rhabdoviruses include maize mosaic virus (4), maize fine streak virus (5) , and NCMV (6), which are transmitted by planthoppers or leafhoppers (7) . The host range, symptoms, and transmission vector for the maizeassociated cytorhabdovirus have not been identified yet. Accession number(s). The genome sequence of maize-associated cytorhabdovirus has been deposited at GenBank under the accession number KY965147.
